Key indicators: single-crystal X-ray study; T = 150 K; mean (C-C) = 0.004 Å; disorder in solvent or counterion; R factor = 0.038; wR factor = 0.093; data-toparameter ratio = 15.8.
In the title compound, [Cd(C 10 H 9 N 4 O 2 S) 2 (C 12 H 12 N 2 )]Á-2C 3 H 7 NO, the Cd II ion lies on a twofold rotation axis, is sixcoordinated by N atoms, and displays a trigonal-prismatic geometry arising from the two sulfadiazinate ligands and one 4,4 0 -dimethyl-2,2 0 -bipyridine ligand. Both ligands are bidentate and coordinate via their N atoms. The O and carbonyl C atoms of the dimethylformamide molecule show disorder and were modelled with two different orientations and with site occupancies of 0.584 (10):0.416 (10). The geometry around the sulfadiazine S atom is distorted tetrahedral. The crystal structure involves N-HÁ Á ÁO hydrogen bonds which link molecules into a three-dimensional network. Weak C-HÁ Á ÁO hydrogen bonds are also observed.
Related literature
For the comparison of the N-H bond distance of the terminal amine group and the C-S-N-C torsion angle, see: Heren et al. (2006) ; Hossain & Amoroso (2007) ; Hossain (2011) . For the hydrogen bonds of sulfadiazinate anions, see: Paşaog lu et al. (2008) . For the comparison of the dihedral angle between the aromatic rings of the anion, see : Hossain & Amoroso (2007) ; Hossain (2011) . For the comparison of Cd-N bond distances, see: Kalateh et al. (2010) ; Hossain (2011) .
Experimental
Crystal data [Cd(C 10 
Data collection
Nonius KappaCCD diffractometer Absorption correction: multi-scan (Blessing, 1995 Hydrogen-bond geometry (Å ,  ) . 
Data collection: DENZO (Otwinowski & Minor, 1997) and COLLECT (Hooft, 1998 ); cell refinement: DENZO and COLLECT; data reduction: DENZO and COLLECT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 for Windows (Farrugia, 1997) ; software used to prepare material for publication: WinGX (Farrugia, 1999) . The bond distance C18-N14 of 1.359 (3)Å is comparable with the value of 1.366 (5)Å (Hossain, 2011) . The torsion angle C15-S11-N11-C11 of 53.5 (2)° is less than the value of 66.1 (3)° and the dihedral angle between the aromatic rings of the anion of 76.60 (8)° is also smaller than the value of 88.65 (12)° in the sulfadiazinate anion (Hossain, 2011) because the large 4,4′-dimethyl-2,2′-bipyridine (dmbpy) ligand is attached to the Cd ion in the complex. Due to the presence of the larger dmbpy molecule the torsion and dihedral angles are reduced from the latter one where small dmf molecules are attached with the metal centre. In the title complex, (I), the O and formido C atoms of the solvated dimethylformamide show disorder and were modeled as two different orientations with site occupancies of 0.584 (10):0.416 (10).
Cd-N1(dmbpy) bond distance of 2.312 (2)Å is consistent with those for the reported dmbpy-Cd(II) complex, (Cd-N 2.366 (5) and 2.326 (4) Å) (Kalateh et al., 2010) . Cd-N11(sulfonamido) bond distance of 2.252 (2)Å is relatively short (Hossain, 2011) and Cd-N12(pyrimido) with the value of 2.505 (2)Å is the longest bond in the complex.
The packing of (1) (Fig. 2 ) is stabilized by intermolecular N-H···O hydrogen bonds (Table 2 ) between the sdz anions (Paşaoğlu, et al., 2008) and dimethylformamide molecules.
Experimental
The sodium salt of sulfadiazine (Nasdz, 0.5446 g, 2 mmol) was dissolved in hot methanol (50 ml) and a methanol solution (10 ml) of (CH 3 COO) 2 Cd.2H 2 O (0.26647 g, 1 mmol) was added slowly with constant stirring on a hot plate. A white precipitate was formed and the mixture was stirred for a further 2 h. The precipitate was filtered off and dried over silica gel; it was then dissolved in dimethylsulfoxide solution (50 ml), and 4,4′-dimethyl-2,2′-bipyridine (0.1841 g, 1 mmol) was added, stirred for 10 min., filtered and left for crystallization. A week later, white block-shaped crystals of (1) were filtered off and dried over silica gel.
Refinement
The O and formido C atoms of dimethylformamide show disorder and were modeled with two different orientations and site occupancies of 0.584 (10):0.416 (10). The H atoms were positioned geometrically and refined using a riding model [except terminal amino group N(14) which were located from the difference map and refined freely with the N-H distances of 0.948 (3) Å], with C-H = 0.95-0.98 Å and with U iso (H) = 1.2 (1.5 for methyl groups) times U eq (C).
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Computing details
Data collection: DENZO (Otwinowski & Minor, 1997) and COLLECT (Hooft, 1998 ); cell refinement: DENZO (Otwinowski & Minor, 1997) and COLLECT (Hooft, 1998) ; data reduction: DENZO (Otwinowski & Minor, 1997) and COLLECT (Hooft, 1998 ); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 for Windows (Farrugia, 1997) ; software used to prepare material for publication: WinGX (Farrugia, 1999) .
Figure 1
The molecular structure of the title compound (I), with atom labels and 50% probability displacement ellipsoids for non- 0.5528 (7) 0.2831 (6) 0.9201 (7) 
